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Functional analysis of Agrobacterium virulence genes 
Xiaolei Niu 
1 No single Saccharomyces cerevisiae F-box protein by itself can replace 
the function of VirF.  
This thesis 
 
2 VIP1 and VirE2 are not degraded after expression of VirF in the yeast 
Saccharomyces cerevisiae. 
This thesis 
 
3 Expression of VirF in the model organism Saccharomyces cerevisiae  
does not affect transcription under standard growth conditions. 
This thesis 
 
4 VirE3 strongly affects the host transcriptional machinery when 
expressed in Arabidopsis thaliana, but not in Saccharomyces cerevisiae.  
This thesis 
 
5 The inability of Agrobacterium strains lacking VirF to transform 
Nicotiana glauca is probably due to the absence of a N. glauca gene 
homologous to the Arabidopsis VBF gene. 
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6 Transcriptome and proteome studies of N. glauca will provide more 
insight in the function of VirF than similar studies in model organisms 
such as Saccharomyces cerevisiae and Arabidopsis thaliana. 
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7 Without evidence for VirF-dependent ubiquitination of VIP1 and of 
VIP1 stabilization in the presence of the proteasome inhibitor MG132, 
the claim that a SCFVirF complex directs VIP1 degradation in yeast and 
plant needs to be considered as preliminary. 
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8 Omics technologies nowadays provide massive amount of data, but 
even with these powerful tools, the determination of the biological 
function of a gene still needs as much work as before the omics 
revolution. 
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9 When you can not reproduce results from others, do not only question 
your own results, but also their results, even when published in 
prestigious journals such as nature, science and cell. 
 
10 Biology is not as exact as mathematics: the threshold in genome-wide 
transcriptional analysis is always arbitrary. 
 
11 It is better to perform several projects at the same time if you can 
handle it.  
 
